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Genetic variation in the fibrinogen gamma gene increases the risk for deep venous
thrombosis by reducing plasma fibrinogen  levels
Shirley Uitte de Willige, Marieke C. H. de Visser, Jeanine J. Houwing-Duistermaat, Frits R. Rosendaal, Hans L. Vos, and Rogier M. Bertina
We investigated the association between
haplotypes of fibrinogen alpha (FGA), beta
(FGB), and gamma (FGG), total fibrinogen
levels, fibrinogen  (A/ plus /)
levels, and risk for deep venous thrombo-
sis. In a population-based case-control
study, the Leiden Thrombophilia Study,
we typed 15 haplotype-tagging single nu-
cleotide polymorphisms (htSNPs) in this
gene cluster. None of these haplotypes
was associated with total fibrinogen lev-
els. In each gene, one haplotype in-
creased the thrombosis risk approxi-
mately 2-fold. After adjustment for linkage
disequilibrium between the genes, only
FGG-H2 homozygosity remained associ-
ated with risk (odds ratio [OR], 2.4; 95%
confidence interval [95% CI], 1.5-3.9).
FGG-H2 was also associated with re-
duced fibrinogen  levels and reduced
ratios of fibrinogen  to total fibrinogen.
Multivariate analysis showed that re-
duced fibrinogen  levels and elevated
total fibrinogen levels were both associ-
ated with an increased risk for thrombo-
sis, even after adjustment for FGG-H2. A
reduced fibrinogen  to total fibrinogen
ratio (less than 0.69) also increased the
risk (OR, 2.4; 95% CI, 1.7-3.5). We propose
that FGG-H2 influences thrombosis risk
through htSNP 10034C/T [rs2066865] by
strengthening the consensus of a CstF
site and thus favoring the formation of A
chain above that of  chain. Fibrinogen
 contains a unique high-affinity, nonsub-
strate binding site for thrombin, which
seems critical for the expression of the
antithrombin activity that develops dur-
ing fibrin formation (antithrombin 1).
(Blood. 2005;106:4176-4183)
© 2005 by The American Society of Hematology
Introduction
Fibrinogen—the precursor of fibrin, the end-product of blood
coagulation—is an essential component of the hemostatic system
(for a review, see Mosesson et al1). Fibrinogen is converted to fibrin
through limited proteolysis by thrombin, which exposes polymer-
ization sites on the fibrin monomers. These monomers spontane-
ously associate to form insoluble fibrin. Activated factor XIII
(subunit A) forms covalent bonds between adjacent fibrin mono-
mers (for reviews, see Mosesson et al1 and Lorand2). These
cross-links strengthen the fibrin clot and increase its resistance to
degradation by the fibrinolytic system.3-5
Fibrinogen is a plasma glycoprotein with a molecular weight of
340 kDa and is primarily synthesized by hepatocytes. It circulates
in plasma at a concentration of approximately 9 M (3 g/L).
Fibrinogen molecules are elongated, 45-nm long structures with 2
outer D domains that are connected by a coiled-coil segment to a
central E-domain. They consist of 2 symmetric half molecules,
each containing a set of 3 different polypeptide chains termed A,
B, and .1,6 The 3 chains are encoded by 3 separate genes,
fibrinogen alpha (FGA), fibrinogen beta (FGB), and fibrinogen
gamma (FGG), clustered in a region of approximately 50 kb on
chromosome 4q31.3. The FGG gene contains 10 exons and is
oriented in tandem with the FGA gene, which contains 6 exons.
They are transcribed in the direction opposite the FGB gene, which
is located downstream of the FGA gene and contains 8 exons.7
The most common haplotypes of each of the 3 fibrinogen genes
have been reported by SeattleSNPs.8 These haplotypes are thought
to represent all frequent gene and protein variants that exist in
Americans of European descent.
Alternative splicing may occur in both the FGA and the FGG
genes. The predominant A chain of circulating fibrinogen con-
tains 610 amino acid residues, whereas the alternative A chain
(1%-2% of A chains)9 contains 846 amino acid residues. The
B chain consists of 461 amino acids. The most abundant form of
the  chain, , consists of 411 amino acid residues, whereas the
variant  (B) chain (7%-15% of  chains)10 contains 427 amino
acid residues.6
Abnormalities of fibrinogen have been reported to affect the risk
for deep venous thrombosis. In a large case-control study, elevated
levels of plasma fibrinogen were found to increase the risk for
thrombosis, primarily in the elderly.11,12 The precise mechanism of
this effect is unknown, though multiple mechanisms have been
proposed.12,13 In addition, genetic variants of fibrinogen (dysfibri-
nogenemias) have been found in patients with thrombosis and
prolonged thrombin time.14,15 Most of these patients have a
mutation in the FGA or the FGG gene, though the precise relation
between carriership of these mutations and venous thrombosis is
poorly documented.16
We hypothesized that relatively common variations among the
fibrinogen genes might exist and might influence the risk for deep
venous thrombosis. Such variations would be part of the existing
haplotypes and might affect fibrinogen levels, the formation of the
fibrin network structure, or the sensitivity of the fibrin clot to the
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fibrinolytic system. To test our hypothesis, we selected haplotype-
tagging single nucleotide polymorphisms (htSNPs) specific for
each of the common haplotypes of the 3 fibrinogen genes and typed
them in a large population-based case-control study on risk factors
for venous thrombosis, the Leiden Thrombophilia Study (LETS).
Subsequently, the efficiency of alternative splicing of the FGG
gene was studied by measuring the levels of the alternatively
spliced variant of the fibrinogen  chain (fibrinogen ; A/
heterodimers plus / homodimers) in all subjects.
Patients, materials, and methods
Study population
The design of LETS has been described in detail elsewhere.17,18 We
included 474 consecutively diagnosed patients with objectively confirmed
first episodes of deep vein thrombosis and 474 controls frequency matched
for sex and age. Patients with active cancer were excluded. Control subjects
were acquaintances or partners of the patients and had no cancer history.
Mean age for both groups was 45 years (ranges, 15-69 years for patients;
15-72 years for controls). Each group consisted of 272 (57.4%) women and
202 (42.6%) men. Venous blood was collected into 0.1 vol of 0.106 M
trisodium citrate. Plasma was prepared by centrifugation for 10 minutes at
2000g at room temperature and was stored at 70°C. High-molecular–
weight DNA was isolated from leukocytes by standard methods and was
stored at 20°C. DNA samples were available from 471 patients and 471
controls; plasma samples were available from 473 patients and 474
controls. Approval of this study was obtained from the Institutional Review
Board of the Leiden University Medical Center. Informed consent was
provided according to the Declaration of Helsinki.
Genetic analysis
All 3 fibrinogen genes were resequenced in 23 persons of European-
American descent by SeattleSNPs.8 Sixty-five polymorphic sites were
identified in these persons. For each gene, haplotypes for the 46 chromo-
somes were reconstructed from the unphased SNP genotype data using the
software PHASE2.0.19 Five haplotypes in the FGG gene, 7 in the FGA
gene, and 7 in the FGB gene were found.8,20 To tag these haplotypes, we
identified 15 htSNPs (Figure 1A)21-23—4 in FGG (129AT [rs2066854],
5836GA [rs2066860], 7874GA [rs2066861], 9340TC [rs1049636]), 5
in FGA (251GA [rs2070006], 3655GA [rs2070014], 3807TC
[rs2070016], 3845GA [rs2070017], 6534AG [rs6050]), and 6 in FGB
(1038GA [rs1800791], 1643CT [rs1800788], 3471CT [rs2227432],
9952AC [rs2227421], 10149CT [rs2227439], 11046CT [rs209502])
(numbering according to SeattleSNPs8; GenBank accession numbers
AF350254 for FGG, AF361104 for FGA, and AF388026 for FGB). For
example, the FGG 9340TC polymorphism is haplotype-tagging for
FGG-H3 because the rare allele (9340C) is only present in FGG-H3.
Genotyping of FGB was performed by polymerase chain reaction and
restriction fragment length polymorphism analysis. Genotyping of FGA
and FGG was performed using the 5 nuclease/TaqMan assay.24 Polymerase
chain reactions with fluorescent allele-specific oligonucleotide probes
(Assay-by-Design/Assay-on-Demand; Applied Biosystems, Foster City,
CA) were performed on a PTC-225 thermal cycler (Biozym, Hessisch
Oldendorf, Germany), and fluorescence end point reading for allelic
discrimination was performed on an ABI 7900 HT (Applied Biosystems).
Primer sequences, probe sequences, and restriction enzymes used are
available on request.
Sequencing
In selected participants (see “Results” for selection criteria), the promoter,
5 untranslated region (UTR), exons, intron/exon boundaries, and 3 UTR
of the fibrinogen gamma gene were sequenced on an ABI PRISM 310
Genetic Analyzer (Perkin Elmer, Boston, MA). Reactions were performed
using the ABI PRISM BigDye Terminator Cycle Sequencing kit (Perkin
Elmer). Primer sequences are available on request.
Fibrinogen measurement
Total fibrinogen was determined previously11,12 according to the Clauss
method using Dade thrombin reagent (Baxter, Miami, FL). The test was
performed on an Electra 1000 (MLA; Pleasantville, NY). To simplify the
calculation of the fibrinogen  to total fibrinogen ratio (/ ratio), total
fibrinogen levels were expressed in units per deciliter, where 100 U/dL
corresponds to 2.79 g/L. Total fibrinogen as measured by the Clauss method
corresponded well with total fibrinogen antigen as measured by enzyme-
linked immunosorbent assay (ELISA) using commercial polyclonal rabbit
antifibrinogen antibodies (DAKO A/S, Glostrup, Denmark) (R 	 0.95;
n 	 60).
Fibrinogen  antigen measurement
Fibrinogen  (A/ plus / fibrinogen) antigen levels were measured
by ELISA using an antibody (2.G2.H9; Campro Scientific, Veenendaal, The
Netherlands) raised against a peptide consisting of the carboxyterminal
sequence (VRPEHPAETEYDSLYPEDDL) of the fibrinogen  chain. This
antibody recognizes an epitope including the high-affinity binding site for
thrombin and is specific for the fibrinogen  chain.25 We confirmed that its
affinity for the carboxyterminal peptide was lost when the last 4 residues
were removed26,27 (data not shown). Plastic 96-well microtiter plates
(Greiner, Alphen a/d Rijn, The Netherlands) were coated (110 L/well)
with 2 g/mL mouse anti–human  fibrinogen during overnight incubation
at 4°C. Plates were blocked with 110 L 1% bovine serum albumin (BSA)
in washing buffer (50 mM triethanolamine, 100 mM NaCl, 10 mM EDTA
[ethylenediaminetetraacetic acid], 0.1% Tween-20, pH 7.5) for 1 hour at
room temperature. One hundred microliters plasma sample diluted in
dilution buffer (50 mM triethanolamine, 100 mM NaCl, 10 mM EDTA,
0.1% Tween-20, 10 mM benzamidine, pH 7.5) was added to the wells, and
plates were incubated at room temperature for 1 hour. Sample dilutions
Figure 1. Haplotype structure of the fibrinogen gene cluster. (A) Haplotypes and
typed htSNPs of the fibrinogen gene cluster. Numbering is according to Seattle-
SNPs.8 The numbering of the haplotypes in the 3 genes is arbitrary. (B) Alternative
mRNA processing of  chain mRNA. The A chain is translated from mRNA in which
all 9 introns of the pre-mRNA were removed and polyadenylation occurred down-
stream of exon 10 at polyadenylation site 2 (pA2). In contrast, the  chain arises from
alternative processing of the FGG pre-mRNA. Intron 9 is not removed, and
polyadenylation occurs at an alternative site located in this intron at polyadenylation
site 1 (pA1). This leads to the translation of a polypeptide with a unique 20-amino acid
extension encoded by intron 9 substituted for the carboxyl terminal 4 amino acids of
the  chain encoded by exon 10.21,22 This variant chain comprises approximately 7%
to 15% of the fibrinogen  chain found in plasma.10 Nearly all the  protein occurs in
vivo as a heterodimer with the A variant in which one D region contains a  carboxyl
terminus and the other a A carboxyl terminus (A/ fibrinogen).23 SNPs 9615CT
and 10034CT are specific for haplotype 2 of FGG.
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were stable for at least 3 hours at room temperature. Bound fibrinogen 
was detected with 100 L 1:20 000 diluted horseradish peroxidase (HRP)–
conjugated rabbit anti–human fibrinogen (DAKO A/S). After a 1-hour
incubation at room temperature, plates were incubated with 100 L/well
substrate buffer (0.1 M sodium acetate pH 5.0, 0.1 mg/mL tetramethyl-
benzidine, 0.01% H2O2). After 15 minutes, during the linear phase of the
reaction, the reaction was stopped by the addition of 1 M H2SO4 (50
L/well), and the absorbance at 450 nm was read spectrophotometrically.
Between all incubation steps, wells were washed 3 times with washing
buffer. Because a validated fibrinogen A/ standard with assigned
potency was unavailable, the assay was calibrated using 1:2000 to
1:128 000 dilutions of pooled normal plasma that contained 100 U/dL
fibrinogen  (A/ plus / fibrinogen) by definition. The calibration
curve relating fibrinogen  against A450 was linear from 0.0015 U/dL to
0.05 U/dL, corresponding with 1/64 000 and 1/2000 dilutions of pooled
normal plasma, respectively. Fibrinogen  antigen of a plasma sample was
calculated as the mean result of the measurements of 2 different indepen-
dent dilutions (1:8000 and 1:16 000). Results were expressed in units per
deciliter. Variations in the results of the 2 independent dilutions were on
average lower than 10%. Intra-assay variation was 4.5%. Interassay
variation was 9.4%. Pooled normal plasma was prepared from the
platelet-free plasma of 70 healthy volunteers (mean age, 38.7 years; 30 men
and 40 women not using oral contraceptives).
Statistical analysis
In the healthy controls, Hardy-Weinberg equilibrium for each htSNP was
tested by 
2 analysis. FGG, FGA, and FGB haplotypes could be assigned to
928 of 942 subjects directly from the genotypic data. No haplotypes could
be assigned to 7 patients and 7 controls, because of genotyping failure or
intragenic recombination. These samples were excluded from the analyses.
For the other participants, all the identified haplotypes (R2h  0.98)28,29
were in agreement with those reported by SeattleSNPs.8 Pearson 
2 P
values were calculated as a global test for differences in haplotype
distribution between patients and controls. To investigate whether haplo-
types of fibrinogen were associated with thrombosis, odds ratios (ORs) and
95% confidence intervals (95% CIs) according to Woolf30 were calculated
as a measure of the relative risk, which indicated the risk for thrombosis in a
category of exposure (eg, haplotype 2 carriers) relative to the reference
category (eg, non–haplotype 2 carriers). To correct for multiple testing, we
used the Bonferroni correction method.
The 3 fibrinogen genes are located on a single stretch of 50 kb DNA.
This might result in a high degree of linkage disequilibrium (LD). The
degree of LD between htSNPs in FGG, FGA, and FGB was estimated by
calculating D, which is a measure for LD using Haploview software
version 2.05.31 Haplotypes across the 3 fibrinogen genes were constructed
using Arlequin population genetics software (version 2).32 To account for
LD between the FGG-H2, FGA-H2, and FGB-H2 haplotypes, we used
logistic regression. To investigate the association between the various
fibrinogen haplotypes, the plasma fibrinogen levels, the fibrinogen 
levels, and the / ratio, mean levels with 95% confidence intervals were
calculated. Quartiles of fibrinogen  levels and quartiles of total fibrinogen
levels, both as measured in the control subjects, were used as cutoff points
to assess the association between fibrinogen  level, total fibrinogen level
and risk for venous thrombosis. The 10th percentile (P10) of the / ratio,
as measured in the control subjects, was used as the cutoff point to assess
whether a low / ratio was associated with the risk for venous thrombosis.
Risk estimates were adjusted by residual analysis for all factors that
influenced thrombosis risk in LETS and were associated with fibrinogen
levels. These factors were age, sex, diabetes mellitus, body mass index
(BMI),33 and high levels (higher than P90) of prothrombin,34 factor VIII,35
factor IX,36 factor XI,37 and C-reactive protein (CRP).38 Separate analyses
were performed for patients with (n 	 259) and without (n 	 215) idio-
pathic thrombosis, in whom idiopathic was defined as an initial thrombotic
event that occurred in the absence of pregnancy, puerperium, oral contracep-
tive use within 30 days, trauma, surgery, immobilization, or use of a plaster
cast within 3 months before the event.39
Results
Fibrinogen haplotypes and risk for venous thrombosis
Genotyping of all 942 subjects showed that the 15 selected htSNPs
identified all common haplotypes of FGG, FGA, and FGB (Figure
1A), except for FGG haplotype 5 (FGG-H5), FGA-H5, and
FGA-H6 (R2h  0.98).28,29 For all htSNPs, the distribution of the
genotypes in the control subjects was in Hardy-Weinberg equilib-
rium. Haplotype frequencies in the control subjects (Table 1) were
similar to those reported by SeattleSNPs.8 This shows that our
population does not deviate importantly from the European-
American descent population studied in Seattle. Inspection of the
genotypic data by Haploview revealed, as expected,40,41 a high
degree of linkage disequilibrium between htSNPs in the FGG,
FGA, and FGB genes (data not shown). Arlequin analysis showed
that haplotypes often extend over the 3 genes of the gene cluster
(data not shown). Most recombination was found between the FGB
and the FGA genes, as previously reported.42
Pearson 
2 P values (Table 1) showed that a significant
difference in the distribution of haplotype frequencies between
patients and controls was observed only in FGG. In all 3 genes,
subjects homozygous for one of the haplotypes—all accidentally
designated as H2—were at significantly increased risk for thrombo-
sis (Table 2). After Bonferroni correction for multiple testing (32
genotypes), only the risk associated with FGG-H2 homozygosity
remained significant (P 	 .002; .05 divided by 32). Haploview
analysis showed that haplotypes 2 of all 3 genes were linked to each
other. D was 0.97 between FGG-H2 and FGA-H2 and 0.90
between FGA-H2 and FGB-H2. To identify the gene that harbors
the risk-enhancing SNP, we calculated the odds ratios and 95%
confidence intervals of the risk haplotype (H2) of each gene by
means of logistic regression. By entering the 3 separate haplotypes
in one model, we adjusted the effect of the haplotype of one gene
for that of the haplotypes of the other 2 genes. After adjustment, the
elevated risk associated with FGA-H2H2 and FGB-H2H2 largely
disappeared, whereas the risk associated with FGG-H2H2 re-
mained (OR, 3.5; 95% CI, 1.0-12.5), and the risk for heterozygous
Table 1. Frequency distributions of haplotypes of the FGG, FGA,
and FGB genes in patients and controls
Haplotype Patients Controls P
FGG .001
H1 0.356 0.389
H2 0.336 0.270
H3 0.265 0.307
H4 0.043 0.034
FGA .051
H1 0.287 0.282
H2 0.344 0.287
H3 0.102 0.124
H4 0.106 0.129
H7 0.161 0.178
FGB .138
H1 0.351 0.334
H2 0.247 0.203
H3 0.094 0.113
H4 0.145 0.161
H5 0.012 0.019
H6 0.137 0.154
H7 0.014 0.015
FGG-H5 and FGA-H5 and -H6 were not found.
P values were determined by Pearson 
2.
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FGG-H2 carriers slightly increased (OR, 1.7; 95% CI, 0.8-3.7)
(Table 3). Similar results were obtained when we restricted the
analyses to patients with idiopathic thromboses (n 	 259) or
removed participants with FVLeiden, prothrombin 20210A, PC,
PS, and AT3 deficiency (177 patients, 50 controls). We were then
able to conclude that the risk-enhancing mutation was most likely
located in the FGG gene.
Fibrinogen haplotypes and total fibrinogen levels
Since increased fibrinogen levels have been reported to be associ-
ated with risk for venous thrombosis,12 we investigated whether
haplotypes of FGG, FGA, and FGB were associated with plasma
levels of fibrinogen in the control subjects. Because haplotypes
could be assigned to more than 98% of the subjects and because
fibrinogen levels seemed normally distributed, we could confine
the analysis to the calculation of means with 95% confidence
intervals in homozygous carriers of the different haplotypes.
However, none of the haplotypes was associated with plasma
fibrinogen levels (Table 4).
Haplotype 2 sequence variations
We did not observe a quantitative effect of the risk-enhancing
haplotype FGG-H2 on plasma fibrinogen levels; hence, we rea-
soned that this haplotype should confer a qualitative defect.
FGG-H2 contains the rare alleles of 3 htSNPs—one in intron 8
(7874GA [rs2066861]), one in intron 9 (9615CT [rs2066864]),
and one downstream from the 3 untranslated region (10034CT
[rs2066865]).8 In addition, we considered the rare allele of the
129AT [rs2066854] polymorphism also as tagging for FGG-H2.
It is present in both H2 and H5 (Figure 1A),8 but FGG-H5 was
absent in our study population. Given that none of these 4 SNPs
changed the amino acid sequence, the presence of an additional
variation in the coding region of the FGG gene in a subset of the
FGG-H2 haplotype was considered. Therefore, we sequenced the
genes of 10 patients with venous thrombosis who were homozy-
gous for FGG-H2 (20 FGG-H2 alleles), including the promoter, 5
Table 2. Thrombosis risk for haplotypes of FGG, FGA, and FGB
Haplotype
FGG FGA FGB
No. patients
(%)
No.
controls
(%) OR (95% CI)
No. patients
(%)
No.
controls
(%) OR (95% CI)
No. patients
(%)
No.
controls
(%) OR (95% CI)
Haplotype 1
H1Hx 222 (47.3) 236 (50.1) 0.8 (0.6-1.1) 192 (41.0) 200 (42.5) 1.0 (0.7-1.3) 212 (45.3) 210 (45.1) 1.1 (0.8-1.4)
H1H1 56 (11.9) 65 (13.8) 0.8 (0.5-1.2) 39 (8.3) 33 (7.0) 1.2 (0.7-2.0) 58 (12.4) 50 (10.7) 1.2 (0.8-1.9)
Haplotype 2
H2Hx 201 (42.8) 198 (42.0) 1.2 (0.9-1.5) 200 (42.7) 202 (42.9) 1.1 (0.9-1.5) 165 (35.3) 151 (32.4) 1.2 (0.9-1.6)
H2H2 57 (12.2) 28 (6.0) 2.4 (1.5-3.9) 60 (12.8) 34 (7.2) 2.0 (1.3-3.2) 33 (7.1) 19 (4.1) 1.9 (1.1-3.4)
Haplotype 3
H3Hx 185 (39.4) 211 (44.8) 0.8 (0.6-1.0) 85 (18.2) 103 (21.9) 0.8 (0.6-1.1) 78 (16.7) 95 (20.4) 0.8 (0.6-1.1)
H3H3 32 (6.8) 39 (8.3) 0.7 (0.4-1.2) 5 (1.1) 7 (1.5) 0.7 (0.2-2.2) 5 (1.1) 5 (1.1) 1.0 (0.3-3.3)
Haplotype 4
H4Hx 38 (8.1) 32 (6.8) 1.2 (0.7-2.0) 94 (20.1) 101 (21.4) 0.9 (0.7-1.2) 119 (25.4) 123 (26.4) 0.9 (0.7-1.3)
H4H4 1 (0.2) 0 (0.0) NA 3 (0.6) 10 (2.1) 0.3 (0.1-1.1) 8 (1.7) 13 (2.8) 0.6 (0.2-1.5)
Haplotype 5
H5Hx NA NP NA NA NP NA 11 (2.4) 16 (3.4) 0.7 (0.3-1.5)
H5H5 NA NP NA NA NP NA 0 (0.0) 1 (0.2) NA
Haplotype 6
H6Hx NA NA NA NA NP NA 114 (24.4) 131 (28.1) 0.8 (0.6-1.1)
H6H6 NA NA NA NA NP NA 7 (1.5) 6 (1.3) 1.1 (0.4-3.3)
Haplotype 7
H7Hx NA NA NA 129 (27.6) 142 (30.1) 0.9 (0.6-1.2) 13 (2.8) 16 (3.4) 0.8 (0.4-1.7)
H7H7 NA NA NA 11 (2.4) 13 (2.8) 0.8 (0.4-1.9) 1 (0.2) 1 (0.2) 1.0 (0.1-15.9)
All odds ratios were calculated with HxHx as the reference category (OR, 1).
Hx indicates all haplotypes but the one given; NA, not applicable; NP, not present in our study.
Table 3. Thrombosis risk for haplotype H2 of a gene after
adjustment for the effects of haplotype H2 of the other genes by
multiple logistic regression analysis
Haplotype
OR (95% CI)
FGG FGA FGB
Haplotype 2
H2Hx 1.7 (0.8-3.7) 0.6 (0.3-1.4) 1.1 (0.8-1.6)
H2H2 3.5 (1.0-12.5) 0.5 (0.1-1.9) 1.3 (0.6-2.8)
All ORs were calculated with HxHx as a reference category (OR, 1).
Hx indicates all haplotypes but the one given.
Table 4. Association of FGG, FGA, and FGB haplotypes with total
fibrinogen levels in control subjects
Haplotype No. subjects Mean U/dL (95% CI)
FGG
H1H1 65 115 (110-120)
H2H2 28 111 (105-118)
H3H3 39 114 (108-120)
FGA
H1H1 33 118 (109-127)
H2H2 34 112 (106-118)
H3H3 7 116 (101-132)
H4H4 10 120 (102-139)
H7H7 13 113 (100-125)
FGB
H1H1 50 115 (108-122)
H2H2 19 120 (111-129)
H3H3 5 112 (93-131)
H4H4 13 116 (104-129)
H5H5 1 101
H6H6 6 101 (87-116)
H7H7 1 101
Fibrinogen levels are measured in units per deciliter.
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UTRs, exons, intron/exon boundaries, and 3 UTR, but no novel
sequence variations were found. This indicated that most likely one
of the 4 FGG-H2 tagging SNPs is the risk-enhancing SNP. We
hypothesized that the 9615CT or the 10034CT SNP influenced
the efficiency of alternative splicing of the FGG pre-mRNA by its
proximity to the polyadenylation sites of the fibrinogen  and A
transcripts, respectively, and therefore could alter fibrinogen 
expression (Figure 1B). To test our hypothesis, we developed an
ELISA for the measurement of fibrinogen  levels in plasma and
measured fibrinogen  levels (ie, A/  plus / ) in all subjects.
FGG haplotypes and fibrinogen  level
Fibrinogen  levels and total fibrinogen levels were measured in
473 patients and 474 controls. FGG-H2, which we identified as the
risk haplotype, was strongly associated with reduced fibrinogen 
levels and even more strongly with the fibrinogen  to total
fibrinogen ratio (/ ratio) (Table 5). A clear allele-specific and
dose-dependent effect of the FGG-H2 haplotype was observed on
both parameters, with homozygous FGG-H2 carriers having the
lower levels and intermediate values for carriers of one FGG-H2-
allele. Figure 2 shows that for each FGG-H2 genotype (H2H2,
H2Hx, HxHx), fibrinogen  levels were strongly associated with
total fibrinogen levels. This indicated that fibrinogen  levels and
total fibrinogen levels were strongly dependent and that, for each of
the FGG-H2 genotypes, the percentage of FGG pre-mRNA spliced
along the  pathway was independent of the rate of transcription of
the FGG gene.
Fibrinogen  level and risk for venous thrombosis
We have demonstrated that the FGG-H2 allele is associated with an
increased risk for venous thrombosis (Table 2) and reduced
fibrinogen  levels and / ratios (Table 5). The next question
was whether reduced plasma fibrinogen  or a reduced / ratio
would influence thrombosis risk. This analysis is complicated by
the association between fibrinogen  levels and total fibrinogen
levels (Figure 2) and by the previous finding (also in LETS12) that
elevated total fibrinogen levels were associated with increased risk
for venous thrombosis. Therefore, we estimated in a preliminary
analysis the risk for venous thrombosis (odds ratio) for fibrinogen
 levels and for total fibrinogen levels (both stratified into
quartiles, as measured in control subjects) (Figure 3). In each total
fibrinogen quartile, the risk for venous thrombosis increased when
fibrinogen  levels decreased, whereas in each fibrinogen 
quartile the thrombosis risk increased when total fibrinogen levels
increased, indicating that reduced fibrinogen  levels and elevated
fibrinogen levels are separate risk factors for venous thrombosis.
Subsequently, we calculated the risk for venous thrombosis for
quartiles of fibrinogen  levels and for quartiles of total fibrinogen
levels adjusted for each other by means of logistic regression. This
analysis showed that reduced fibrinogen  levels and increased
total fibrinogen levels were associated with increased risk for
venous thrombosis (Table 6). This means that a reduced fibrinogen
 level is an independent risk factor for venous thrombosis but that
the magnitude of the risk depends on the actual fibrinogen level
(Figure 3). Because FGG-H2 was associated with reduced fibrino-
gen  level and increased risk for thrombosis, we added FGG-H2
to the model (Table 6). The risks associated with reduced fibrino-
gen  levels and elevated fibrinogen levels did not change,
whereas the risk associated with FGG-H2 homozygosity almost
completely disappeared (OR, 1.4; 95% CI, 0.8-2.5). Similar results
were obtained when fibrinogen  levels and total fibrinogen levels
were entered into the logistic regression model as continuous
variables. Adjustment for age, sex, diabetes mellitus, BMI and high
levels (higher than P90) of prothrombin, factor VIII, factor IX,
factor XI, and CRP slightly reduced the OR for high fibrinogen
levels but slightly increased the OR for low fibrinogen  levels
(Table 6). When the same analyses were performed in the subgroup
of patients with idiopathic thrombosis (n 	 259) or after the
removal of participants with FVLeiden, prothrombin 20210A, PC,
PS, and AT3 deficiency (177 patients, 50 controls), essentially the
Table 5. Association of FGG haplotypes with fibrinogen  levels
and the / ratio in control subjects
Haplotype
FGG
No.
subjects
Fibrinogen  level,
mean U/dL (95% CI)
/ ratio,
mean (95% CI)
H2H2 28 67 (59-76) 0.60 (0.55-0.65)
H2H1 106 96 (90-101) 0.81 (0.79-0.84)
H2H3 83 103 (95-111) 0.89 (0.86-0.92)
H2H4 8 85 (70-101) 0.81 (0.71-0.90)
H1H1 65 113 (106-120) 0.99 (0.95-1.02)
H1H3 117 131 (125-138) 1.09 (1.05-1.12)
H1H4 13 123 (106-140) 1.06 (0.96-1.16)
H3H3 39 131 (122-140) 1.15 (1.11-1.19)
H3H4 11 140 (120-160) 1.10 (1.00-1.21)
Fibrinogen levels are measured in units per deciliter.
Figure 2. Association between total fibrinogen levels and fibrinogen  levels.
Levels were measured in units per deciliter. n 	 471 control subjects. Regression
coefficients were HxHx (1.12; 95% CI, 1.01-1.23), H2Hx (1.05; 95% CI, 0.96-1.14),
H2H2 (0.92; 95% CI, 0.56-1.27), and all (1.13; 95% CI, 1.00-1.22). Correlation
coefficients were RHxHx 0.78, RH2Hx 0.85, RH2H2 0.72, and Rall 0.74.  (dashed line)
indicates FGG HxHx; (dotted line) FGG H2Hx;Œ (dash/dot line), FGG H2H2; (solid
line), all.
Figure 3. Venous thrombosis risk for quartiles of fibrinogen  and quartiles of
total fibrinogen. Values are measured in units per deciliter. For each of the 16 strata,
the odds ratios were calculated. Because only 2 patients, but no controls, were
present in the most logical reference category with fibrinogen  132 or greater and
total fibrinogen less than 101, the stratum with fibrinogen  less than 86 and total
fibrinogen less than 101, which contained 68 patients and 69 controls, was set as the
reference category (OR, 1) (marked by an asterisk in the figure).
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same results were obtained. This indicated that the FGG-H2
haplotype increased the risk for venous thrombosis through its
effect on fibrinogen  levels and that there should be additional
causes of low fibrinogen  levels.
Fibrinogen  to total fibrinogen ratio and risk for
venous thrombosis
Because the FGG-H2 haplotype was strongly associated with
reduced / ratios (Table 5) and because the plasma concentra-
tions of fibrinogen  and of total fibrinogen influenced thrombosis
risk, we also analyzed the effect of the / ratio on the risk for
venous thrombosis. We found that the / ratio was lower in
patients (mean, 0.89; 95% CI, 0.87-0.92) than in controls (mean,
0.95; 95% CI, 0.93-0.97). Individuals with / ratios lower than
0.69, which represents the 10th percentile (P10) as measured in
control subjects, were at increased risk for venous thrombosis (OR,
2.4; 95% CI, 1.7-3.5) compared with those with / ratios of 0.69
or greater. When we entered the FGG-H2 genotypes together with
the P10 of the / ratio in the same logistic regression model, the
risk associated with a reduced / ratio (less than 0.69) remained
(OR, 2.2; 95% CI, 1.3-3.5), whereas the risk associated with
FGG-H2 homozygosity largely disappeared (OR, 1.2; 95% CI,
0.6-2.3). These results did not change after adjustment for age, sex,
diabetes mellitus, BMI, and high levels (higher than P90) of
prothrombin, factor VIII, factor IX, factor XI, and CRP. This
indicated that the FGG-H2 haplotype acts on the risk for venous
thrombosis through reduction of the / ratio. Eighty-two percent
of controls and 91% of patients with / ratios less than 0.69 were
homozygous carriers of the FGG-H2 haplotype.
Discussion
We investigated the effect of the most common haplotypes of the
FGG, FGA, and FGB genes on the risk for venous thrombosis in a
large population-based case-control study, LETS. Only the haplo-
type distribution of FGG differed between patients and controls.
Three haplotypes— FGG-H2, FGA-H2, and FGB-H2—were found
to increase the risk for thrombosis. After adjustment for linkage
disequilibrium among the 3 genes, only the FGG-H2 haplotype
remained associated with an increased risk for venous thrombosis.
Homozygous carriers of the FGG-H2 haplotype (5.9% of the Dutch
population) had a 2.4-fold (95% CI, 1.5-3.9) increased risk for first
venous thrombosis. It is evident that the results obtained in this
study must be confirmed in subsequent independent studies before
we can evaluate the importance of these findings.
We found that the FGG-H2 haplotype was associated with
reduced plasma fibrinogen  levels (A/ plus / fibrinogen)
and with a reduced fibrinogen  to total fibrinogen ratio (/
ratio) (Table 5). We further found that fibrinogen  levels were
strongly associated with total fibrinogen levels (Figure 2) and that
the risk associated with fibrinogen  levels was dependent on the
actual fibrinogen concentration and vice versa (Figure 3), even
after adjustment for the FGG-H2 haplotype (Table 6). We con-
cluded that the FGG-H2 haplotype increased the risk for venous
thrombosis by decreasing the plasma level of fibrinogen  and the
/ ratio. Individuals with / ratios lower than P10 of the
distribution, as measured in healthy subjects (less than 0.69), were
at more than 2-fold increased risk for venous thrombosis, even after
adjustment for the FGG-H2 haplotype. Most, but not all, of these
individuals were homozygous for the FGG-H2 haplotype.
These findings suggested that a mutation present in most, if not
all, FGG-H2 haplotypes is responsible for reduced efficiency in the
formation of the alternatively spliced  chain. Most likely, such a
mutation is located in the FGG pre-mRNA itself. Although the
possibility that this haplotype is linked to a functional SNP in a
gene coding for an essential component of the splicing machinery
cannot be excluded, we consider this to be less likely. The risk
haplotype FGG-H2 is defined by 3 completely linked polymor-
phisms, of which the rare alleles are unique for this haplotype:
7874GA (rs2066861), 9615CT (rs2066864), and 10034CT
(rs2066865).8 In our study population of 940 patients and controls,
we did not find any recombination between the 7874GA and the
10034CT polymorphisms (data not shown). Because FGG-H5
was absent in our study population, the 129AT [rs2066854]
polymorphism could also be considered an FGG-H2 tagging SNP
(Figure 1A). No additional sequence variations were found in 10
homozygous carriers of the FGG-H2 haplotype. We propose that it
is the 10034CT change that results in reduced plasma fibrinogen
 levels and reduced / ratios. The 10034CT polymorphism
(underlined in the sequence) is located in a cleavage stimulatory
factor (CstF) consensus 2a43 sequence (YGTGTYTTYAYTGN-
NYGT at nt 10030-10047) just downstream of the polyadenylation
site (nt 9997-10002) of the fibrinogen A-specific exon 10. CstF is
a multi-subunit protein complex required for efficient cleavage and
polyadenylation of pre-mRNA, which initially extends several
hundred nucleotides beyond the ultimate polyadenylation site.43 In
FGG-H2, which contains T at nucleotide 10034, this consensus
sequence is stronger than it is in the other FGG haplotypes (H1, H3,
H4, and H5), which all have C at position 10034. Such an
improvement of the CstF site may result in more frequent cleavage
downstream of the second polyadenylation site (nt 9997-10002) in
FGG-H2 pre-mRNA and increased splicing of intron 9. FGG-H2 is,
therefore, expected to produce more A transcripts and fewer 
transcripts. In this view, formation of the -specific mRNA is more
a matter of alternative polyadenylation than of alternative splicing.
In our study, we did not find support for an influence of
fibrinogen haplotypes on total plasma fibrinogen levels in healthy
Table 6. Thrombosis risk for fibrinogen  levels and total
fibrinogen levels
ORadj (95% CI)
A B C
Fibrinogen  levels
More than 132 1* 1* 1*
109-132 1.2 (0.8-1.8) 1.2 (0.8-1.9) 1.5 (1.0-2.4)
86-109 1.9 (1.2-3.0) 1.9 (1.1-3.0) 2.3 (1.3-4.0)
Less than 86 3.0 (1.8-4.9) 2.9 (1.6-5.4) 3.6 (1.9-7.0)
Total fibrinogen levels
Less than 101 1* 1* 1*
101-114 1.1 (0.7-1.6) 1.0 (0.7-1.5) 0.9 (0.6-1.4)
114-130 1.6 (1.1-2.5) 1.6 (1.0-2.4) 1.4 (0.9-2.2)
More than 130 3.2 (2.0-5.2) 3.2 (1.8-5.4) 2.2 (1.2-4.0)
FGG haplotype 2
HxHx NA 1* 1*
H2Hx NA 0.9 (0.6-1.2) 0.8 (0.6-1.2)
H2H2 NA 1.4 (0.8-2.5) 1.3 (0.7-2.4)
All levels are measured in units per deciliter.
A, logistic regression using quartiles of fibrinogen  and total fibrinogen.
B, logistic regression using quartiles of fibrinogen , total fibrinogen, and
FGG-H2 genotypes.
C, logistic regression using quartiles of fibrinogen , total fibrinogen, and
FGG-H2 genotypes, adjusted for age, sex, diabetes mellitus, BMI, and high levels
(higher than P90) of prothrombin, factor VIII, factor IX, factor XI, and CRP.
NA indicates not applicable.
*Reference category.
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control subjects. We could not confirm earlier studies that reported
an effect on fibrinogen concentration of the FGB promoter
polymorphisms Bcl I (11046CT [rs209502]) and 1437GA (also
termed 455GA [rs1800790]) (for a review, see Humphries44).
These polymorphisms are present in both FGB-H4 and FGB-H5. In
our study none of these haplotypes was associated with altered
fibrinogen levels. Although it has been reported that genetic factors
contribute to the variation in plasma fibrinogen levels (heritability
[h2] 	 0.2-0.5),45-47 no evidence was found for linkage between the
fibrinogen locus and the regulation of plasma fibrinogen levels.48,49
Several studies have reported that fibrinogen A/ het-
erodimers behave differently from fibrinogen A/A homodimers
during the early stages of polymerization, ultimately leading to an
altered fibrin structure that is more extensively cross-linked by
activated factor XIII than A/A fibrin and also more resistant to
fibrinolysis.50-52 This has been explained by the presence of a
unique binding site for factor XIII B in the carboxy terminus of the
 chain.53,54 These findings predict that an increase in fibrinogen 
level or in the / ratio would result in more stable and
lysis-resistant clots and, therefore, would represent a prothrombotic
state. We found, however, that reduced fibrinogen  levels and,
more specifically, reduced / ratios were associated with an
increased risk for venous thrombosis. A possible explanation for
this finding might be that the alternative carboxy terminus of the 
chain defines not only a binding site for factor XIII but also a
high-affinity, nonsubstrate binding site for thrombin.51,52,55 Studies
on A/ fibrin(ogen) indicated that this binding site functioned as
a thrombin inhibitor56,57 and, importantly, contributed to the
antithrombin activity that develops during fibrin formation (anti-
thrombin 1).58,59 Thrombin interacts with the carboxy terminal
sequence of the  chain through its exosite 2,26,27,57 which prevents
the participation of this exosite in the binding of thrombin to
heparin60 and which recently was found to be responsible for the
observation that thrombin-induced FPA generation was slower with
A/ fibrinogen than with A/A fibrinogen.61 Experiments in
which thrombin generation was measured in afibrinogenemia
plasma and fibrinogen-depleted plasma supplemented with A/A
fibrinogen or A/ fibrinogen showed that A/ fibrinogen had a
more profound effect in down-regulating thrombin generation than
A/A fibrinogen.62 Future studies should reveal whether and how
a 2-fold reduction of the / ratio would influence fibrin formation
and degradation.
Two studies reported the effects of plasma fibrinogen  levels
on the risk for disease.25,63 In a preliminary report, Drouet et al63
investigated the hypothesis that the plasma / ratio was a marker
for arterial thrombosis activity, but they did not perform a formal
association study. Lovely et al25 reported that the fibrinogen 
level, but not the / ratio, was associated with coronary artery
disease (CAD; defined as luminal narrowing lesion of 50% or
greater in at least one major coronary artery or branch). However,
this was a small study (91 CAD-positive and 42 CAD-negative
patients), and, in our opinion, the authors did not properly exclude
the possibility that the fibrinogen  level acted as a substitute
marker for total fibrinogen (Figure 2), which is an established risk
factor for CAD. Interestingly, Mannila et al41 recently reported that
the *216CT polymorphism (which is identical to FGG-H2
tagging SNP 10034CT) was not associated with risk for myocar-
dial infarction. This is not surprising because none of the estab-
lished genetic risk factors for venous thrombosis is associated with
arterial thrombosis.64
It should be noted that the FGA H2-specific 6534AG [rs6050]
polymorphism is strongly, but not completely, linked to FGG-H2
(D in our study was 0.97). This polymorphism is located in exon 5
of FGA and codes for a threonine-to-alanine substitution at position
312 of the A chain, in a region important for FXIIIa-dependent
cross-linking at position 328.65 It has been reported that the Ala312
allele is associated with more rigid and less porous fibrin gel
structures.66 Ala312 fibrin clots had thicker fibers and more
extensive -chain cross-linking than Thr312 clots.66 These results
suggested that Ala312 fibrin clots are more resistant to fibrinolysis,
which might increase the risk for thrombosis.56 However, because
this polymorphism is located on FGA-H2, which is strongly linked
to FGG-H2, it is not unlikely that the risk reported to be associated
with this polymorphism67 is in fact caused by linkage with
FGG-H2. In our study, we were unable to identify the FGA
Ala312Thr polymorphism as an independent risk factor for venous
thrombosis. The FGG-H2 haplotype was the only haplotype
associated with increased risk for venous thrombosis.
References
1. Mosesson MW, Siebenlist KR, Meh DA. The
structure and biological features of fibrinogen and
fibrin. Ann N Y Acad Sci. 2001;936:11-30.
2. Lorand L. Factor XIII: structure, activation, and
interactions with fibrinogen and fibrin. Ann N Y
Acad Sci. 2001;936:291-311.
3. Gaffney PJ, Whitaker AN. Fibrin crosslinks and
lysis rates. Thromb Res. 1979;14:85-94.
4. Reed GL, Matsueda GR, Haber E. Platelet factor
XIII increases the fibrinolytic resistance of plate-
let-rich clots by accelerating the crosslinking of
alpha 2-antiplasmin to fibrin. Thromb Haemost.
1992;68:315-320.
5. Siebenlist KR, Mosesson MW. Progressive cross-
linking of fibrin gamma chains increases resis-
tance to fibrinolysis. J Biol Chem. 1994;269:
28414-28419.
6. Herrick S, Blanc-Brude O, Gray A, Laurent G.
Fibrinogen. Int J Biochem Cell Biol. 1999;31:741-
746.
7. Kant JA, Fornace AJ Jr, Saxe D, et al. Evolution
and organization of the fibrinogen locus on chro-
mosome 4: gene duplication accompanied by
transposition and inversion. Proc Natl Acad Sci
U S A. 1985;82:2344-2348.
8. Nickerson D. SeattleSNPs: NHLBI Program for
Genomic Applications, UW-FHCRC, Seattle, WA.
http://pga.gs.washington.edu. Accessed April 15,
2003.
9. Fu Y, Grieninger G. Fib420: a normal human vari-
ant of fibrinogen with two extended alpha chains.
Proc Natl Acad Sci U S A. 1994;91:2625-2628.
10. Wolfenstein-Todel C, Mosesson MW. Carboxy-
terminal amino acid sequence of a human fibrino-
gen gamma-chain variant (gamma). Biochemis-
try. 1981;20:6146-6149.
11. Koster T, Rosendaal FR, Reitsma PH, et al. Fac-
tor VII and fibrinogen levels as risk factors for ve-
nous thrombosis: a case-control study of plasma
levels and DNA polymorphisms—the Leiden
Thrombophilia Study (LETS). Thromb Haemost.
1994;71:719-722.
12. van Hylckama Vlieg A, Rosendaal FR. High lev-
els of fibrinogen are associated with the risk of
deep venous thrombosis mainly in the elderly.
J Thromb Haemost. 2003;1:2677-2678.
13. Koenig W. Fibrin(ogen) in cardiovascular dis-
ease: an update. Thromb Haemost. 2003;89:601-
609.
14. Mosesson MW. Dysfibrinogenemia and thrombo-
sis. Semin Thromb Hemost. 1999;25:311-319.
15. Hanss M, Biot F. A database for human fibrinogen
variants. Ann N Y Acad Sci. 2001;936:89-90.
16. Haverkate F, Samama M. Familial dysfibrinogen-
emia and thrombophilia: report on a study of the
SSC Subcommittee on Fibrinogen. Thromb Hae-
most. 1995;73:151-161.
17. Koster T, Rosendaal FR, de Ronde H, et al. Ve-
nous thrombosis due to poor anticoagulant re-
sponse to activated protein C: Leiden Thrombo-
philia Study. Lancet. 1993;342:1503-1506.
18. van der Meer FJ, Koster T, Vandenbroucke JP,
Brie¨t E, Rosendaal FR. The Leiden Thrombo-
philia Study (LETS). Thromb Haemost. 1997;78:
631-635.
19. Stephens M, Smith NJ, Donnelly P. A new statisti-
cal method for haplotype reconstruction from
population data. Am J Hum Genet. 2001;68:978-
989.
20. Crawford DC, Carlson CS, Rieder MJ, et al. Hap-
lotype diversity across 100 candidate genes for
inflammation, lipid metabolism, and blood pres-
sure regulation in two populations. Am J Hum
Genet. 2004;74:610-622.
21. Chung DW, Davie EW. Gamma and gamma
chains of human fibrinogen are produced by al-
ternative mRNA processing. Biochemistry. 1984;
23:4232-4236.
22. Fornace AJ Jr, Cummings DE, Comeau CM, Kant
JA, Crabtree GR. Structure of the human
4182 UITTE de WILLIGE et al BLOOD, 15 DECEMBER 2005  VOLUME 106, NUMBER 13
gamma-fibrinogen gene: alternate mRNA splicing
near the 3 end of the gene produces gamma A
and gamma B forms of gamma-fibrinogen. J Biol
Chem. 1984;259:12826-12830.
23. Wolfenstein-Todel C, Mosesson MW. Human
plasma fibrinogen heterogeneity: evidence for an
extended carboxyl-terminal sequence in a normal
gamma chain variant (gamma). Proc Natl Acad
Sci U S A. 1980;77:5069-5073.
24. Livak KJ. Allelic discrimination using fluorogenic
probes and the 5 nuclease assay. Genet Anal.
1999;14:143-149.
25. Lovely RS, Falls LA, Al Mondhiry HA, et al. Asso-
ciation of A/gamma fibrinogen levels and coro-
nary artery disease. Thromb Haemost. 2002;88:
26-31.
26. Meh DA, Siebenlist KR, Brennan SO, Holyst T,
Mosesson MW. The amino acid sequence in fibrin
responsible for high affinity thrombin binding.
Thromb Haemost. 2001;85:470-474.
27. Lovely RS, Moaddel M, Farrell DH. Fibrinogen
gamma chain binds thrombin exosite II.
J Thromb Haemost. 2003;1:124-131.
28. Epstein MP, Satten GA. Inference on haplotype
effects in case-control studies using unphased
genotype data. Am J Hum Genet. 2003;73:1316-
1329.
29. Duncan RD, Epstein MP, Satten GA. Case-
control haplotype inference. Version 1.0. Atlanta:
Emory University School of Medicine; 2004.
30. Woolf B. On estimating the relation between
blood group and disease. Ann Hum Genet. 1955;
19:251-253.
31. Barrett JC, Fry B, Maller J, Daly MJ. Haploview:
analysis and visualization of LD and haplotype
maps. Bioinformatics. 2005;21:263-265.
32. Schneider S, Roessli D, Excoffier L. Arlequin: a
software for population genetics data analysis.
Geneva, Switzerland: University of Geneva, Ge-
netics and Biometry Laboratory, Department of
Anthropology; 2000.
33. Abdollahi M, Cushman M, Rosendaal FR. Obe-
sity: risk of venous thrombosis and the interaction
with coagulation factor levels and oral contracep-
tive use. Thromb Haemost. 2003;89:493-498.
34. Poort SR, Rosendaal FR, Reitsma PH, Bertina RM.
A common genetic variation in the 3-untranslated
region of the prothrombin gene is associated with
elevated plasma prothrombin levels and an increase
in venous thrombosis. Blood. 1996;88:3698-3703.
35. Koster T, Blann AD, Brie¨t E, Vandenbroucke JP,
Rosendaal FR. Role of clotting factor VIII in effect
of von Willebrand factor on occurrence of deep-
vein thrombosis. Lancet. 1995;345:152-155.
36. van Hylckama Vlieg A, van der Linden I, Bertina
RM, Rosendaal FR. High levels of factor IX in-
crease the risk of venous thrombosis. Blood.
2000;95:3678-3682.
37. Meijers JC, Tekelenburg WL, Bouma BN, Bertina
RM, Rosendaal FR. High levels of coagulation
factor XI as a risk factor for venous thrombosis.
N Engl J Med. 2000;342:696-701.
38. Kamphuisen PW, Eikenboom JC, Vos HL, et al.
Increased levels of factor VIII and fibrinogen in
patients with venous thrombosis are not caused
by acute phase reactions. Thromb Haemost.
1999;81:680-683.
39. Christiansen SC, Cannegieter SC, Koster T, Van-
denbroucke JP, Rosendaal FR. Thrombophilia,
clinical factors, and recurrent venous thrombotic
events. JAMA. 2005;293:2352-2361.
40. Green FR. Fibrinogen polymorphisms and
atherothrombotic disease. Ann N Y Acad Sci.
2001;936:549-559.
41. Mannila MN, Eriksson P, Lundman P, et al. Contri-
bution of haplotypes across the fibrinogen gene
cluster to variation in risk of myocardial infarction.
Thromb Haemost. 2005;93:570-577.
42. Connor JM, Fowkes FG, Wood J, et al. Genetic
variation at fibrinogen loci and plasma fibrinogen
levels. J Med Genet. 1992;29:480-482.
43. Beyer K, Dandekar T, Keller W. RNA ligands se-
lected by cleavage stimulation factor contain dis-
tinct sequence motifs that function as down-
stream elements in 3-end processing of pre-
mRNA. J Biol Chem. 1997;272:26769-26779.
44. Humphries SE. Genetic regulation of fibrinogen.
Eur Heart J. 1995;16(suppl A):16-19.
45. de Lange M, Snieder H, Ariens RA, Spector TD,
Grant PJ. The genetics of haemostasis: a twin
study. Lancet. 2001;357:101-105.
46. Dunn EJ, Ariens RA, de Lange M, et al. Genetics
of fibrin clot structure: a twin study. Blood. 2004;
103:1735-1740.
47. Souto JC, Almasy L, Borrell M, et al. Genetic de-
terminants of hemostasis phenotypes in Spanish
families. Circulation. 2000;101:1546-1551.
48. Yang Q, Tofler GH, Cupples LA, et al. A genome-
wide search for genes affecting circulating fibrino-
gen levels in the Framingham Heart Study.
Thromb Res. 2003;110:57-64.
49. Soria JM, Almasy L, Souto JC, et al. A genome
search for genetic determinants that influence
plasma fibrinogen levels. Arterioscler Thromb
Vasc Biol. 2005;25:1287-1292.
50. Cooper AV, Standeven KF, Arie¨ns RA. Fibrinogen
gamma-chain splice variant  alters fibrin forma-
tion and structure. Blood. 2003;102:535-540.
51. Moaddel M, Farrell DH, Daugherty MA, Fried MG.
Interactions of human fibrinogens with factor XIII:
roles of calcium and the gamma peptide. Bio-
chemistry. 2000;39:6698-6705.
52. Falls LA, Farrell DH. Resistance of A/ fibrin
clots to fibrinolysis. J Biol Chem. 1997;272:
14251-14256.
53. Mosesson MW, Siebenlist KR, Hainfeld JF, Wall
JS. The covalent structure of factor XIIIa
crosslinked fibrinogen fibrils. J Struct Biol. 1995;
115:88-101.
54. Mosesson MW. Fibrinogen gamma chain func-
tions. J Thromb Haemost. 2003;1:231-238.
55. Liu CY, Nossel HL, Kaplan KL. The binding of
thrombin by fibrin. J Biol Chem. 1979;254:10421-
10425.
56. Mosesson MW. Antithrombin I: inhibition of throm-
bin generation in plasma by fibrin formation.
Thromb Haemost. 2003;89:9-12.
57. Meh DA, Siebenlist KR, Mosesson MW. Identifi-
cation and characterization of the thrombin bind-
ing sites on fibrin. J Biol Chem. 1996;271:23121-
23125.
58. Seegers WH, Nieft M, Loomis EC. Note on the
adsorption of thrombin on fibrin. Science. 1945;
101:520-521.
59. Klein PD, Seegers WH. The nature of plasma an-
tithrombin activity. Blood. 1950;5:742-752.
60. Weitz JI, Hudoba M, Massel D, Maraganore J,
Hirsh J. Clot-bound thrombin is protected from
inhibition by heparin-antithrombin III but is
susceptible to inactivation by antithrombin III-
independent inhibitors. J Clin Invest. 1990;86:
385-391.
61. Siebenlist KR, Mosesson MW, Hernandez I, et al.
Studies on the basis for the properties of fibrin
produced from fibrinogen-containing  chains.
Blood. 2005;106:2730-2736.
62. de Bosch NB, Mosesson MW, Ruiz-Saez A, Ech-
enagucia M, Rodriguez-Lemoin A. Inhibition of
thrombin generation in plasma by fibrin formation
(antithrombin I). Thromb Haemost. 2002;88:253-
258.
63. Drouet L, Paolucci F, Pasqualini N, et al. Plasma
gamma/gamma fibrinogen ratio, a marker of ar-
terial thrombotic activity: a new potential cardio-
vascular risk factor? Blood Coagul Fibrinolysis.
1999;(suppl 1):S35-S39.
64. Atherosclerosis, Thrombosis, and Vascular Biol-
ogy Italian Study Group. No evidence of associa-
tion between prothrombotic gene polymorphisms
and the development of acute myocardial infarc-
tion at a young age. Circulation. 2003;107:1117-
1122.
65. Baumann RE, Henschen AH. Human fibrinogen
polymorphic site analysis by restriction endo-
nuclease digestion and allele-specific polymerase
chain reaction amplification: identification of poly-
morphisms at positions A alpha 312 and B beta
448. Blood. 1993;82:2117-2124.
66. Standeven KF, Grant PJ, Carter AM, et al. Func-
tional analysis of the fibrinogen A Thr312Ala
polymorphism: effects on fibrin structure and
function. Circulation. 2003;107:2326-2330.
67. Carter AM, Catto AJ, Kohler HP, et al. -Fibrinogen
Thr312Ala polymorphism and venous thromboem-
bolism. Blood. 2000;96:1177-1179.
FIBRINOGEN HAPLOTYPES, FIBRINOGEN  LEVELS, DVT 4183BLOOD, 15 DECEMBER 2005  VOLUME 106, NUMBER 13
